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Abstract
Sustainable production of chemicals is of increasing importance, due to depletion of 
petroleum and environmental concerns. In addition to its importance in basic research as 
a simple, eukaryotic model organism, Saccharomyces cerevisiae has long been exploited in 
industry because of its physiological properties. And today, the development in genetic 
engineering toolbox and genome-scale metabolic models of S. cerevisiae has extended its 
application range to new products and bioprocesses. In addition, evolutionary engineer-
ing strategies have been useful in improving cellular properties of S. cerevisiae, such as 
tolerance to product toxicity and inhibitors. In this chapter, recent metabolic and evolu-
tionary engineering studies that involve S. cerevisiae for the production of bulk chemicals 
and fine chemicals including flavours and pharmaceuticals are reviewed. It was shown 
that metabolic engineering particularly allowed the improvement of pharmaceuticals 
production, which will enable economic and large-scale production of many valuable 
pharmaceuticals. It is clear that S. cerevisiae will continue to be an important host for 
future metabolic engineering and metabolic pathway engineering applications to pro-
duce a variety of industrially and clinically important chemicals.
Keywords: pharmaceuticals, adaptive evolution, bulk chemicals, evolutionary engineering, 
flavours, fine chemicals, glutathione, metabolic engineering, organic acids, 
Saccharomyces cerevisiae
1. Introduction
Metabolic engineering was defined by Bailey [1] as ‘the improvement of cellular activities 
by manipulation of enzymatic, transport and regulatory functions of the cell with the use of 
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recombinant DNA technology’. More than 20 years after this first definition as a new scientific 
discipline, metabolic engineering has become an increasingly important research field of bio-
technology. Today, metabolic engineering requires interdisciplinary work that includes molec-
ular biology, applied microbiology, biochemical reaction engineering, biomedical research 
with the aid of high-throughput analytical tools in ‘omics’ research and bioinformatics [2].
There are two major approaches in metabolic engineering, as described by Bailey et al. [3], 
the rational metabolic engineering and inverse metabolic engineering. In rational metabolic 
engineering, extensive genetic and biochemical information is required on the metabolism 
or metabolic pathway of interest to make defined genetic manipulations. The cellular physi-
ological responses are also complex. Thus, trying to re-engineer a cellular machine that is 
too complex and about which there is limited information is a major limitation in rational 
metabolic engineering. Difficulties in cloning in industrial strains due to the lack of relevant 
genetic tools, and GMO-concerns of the public regarding food industry are additional issues 
[2]. The inverse metabolic engineering approach was designed to avoid the above-mentioned 
limitations. Here, the desired phenotype is identified first, as a ‘bottom-up’ approach, and 
then its genetic and/or environmental basis is determined which is the most challenging step. 
However, owing to the powerful high-throughput analytical technologies in genomics, tran-
scriptomics, proteomics and metabolomics, this step is becoming easier [2, 4]. Thus, without 
any need for extensive initial information on biochemistry, genetics and regulation on the 
organism of interest, the desired phenotype can be obtained. Adaptive evolution or evolu-
tionary engineering, which is based on random mutation and selection by systematic cultiva-
tion of an initial microbial culture in the presence of a selective pressure to obtain desirable 
phenotypes [5], is a common inverse metabolic engineering strategy [2].
Metabolic engineering is a key strategy for harnessing microorganisms’ ability to produce 
chemicals from renewable carbon sources. Microbial processes are attractive since they have 
significantly lower environmental impacts than the petroleum-based processes. However, the 
former is primarily an economic challenge. Therefore, it is vital to develop superior strains 
with improved yield, titer and productivity by engineering microbial physiology, stress 
response and metabolism [6]. Considering the market value of chemical products based on 
petroleum, the cost-competitive bio-based products, once achieved, would have significant 
economic value as replacements. It is estimated that the global market share of bio-based 
chemicals will rise from 2% in 2008 to 22% in 2025 [7].
In this chapter, we focused on the recent metabolic engineering studies that involve the bak-
er’s yeast, Saccharomyces cerevisiae, for the production of industrially and clinically important 
compounds. S. cerevisiae has many advantages to be used in metabolic engineering studies: 
it has ‘Generally Recognized as Safe’ (GRAS) status, and there is extensive information on its 
genetics, physiology and biochemistry. Besides being a common industrial microorganism 
for ethanol fermentation, baking, brewing, etc., S. cerevisiae has been regarded as a versatile 
cell factory for the production of a wide range of natural compounds by manipulation of the 
endogenous pathways and/or integration of heterologous pathways. In this review, metabolic 
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engineering studies with S. cerevisiae are divided into two major categories: production of 
bulk chemicals, and production of fine chemicals including flavours and pharmaceuticals. 
Regarding the production of bulk chemicals, examples of organic acids that have potentials 
to be produced by fermentation at large-scale were discussed. As fine chemicals, glutathione 
and a variety of secondary metabolites used in food, cosmetic and health industries were 
discussed.
2. Production of bulk chemicals
The oil refinery is currently the major source of bulk chemicals such as solvents and polymer 
precursors. A significant portion of petroleum is used in the chemical catalysis for the produc-
tion of chemicals and plastics [8]. However, in recent years, microbial production of chemicals 
based on renewable sources, such as biomass, has become important as a part of the efforts 
to reduce demand on diminishing petroleum and to reduce hazardous wastes. In addition, 
biotechnology makes new chemical monomers accessible, which are otherwise inaccessible 
due to high production cost [9].
In bio-refineries, the biomass is the first converted into simple sugars and then to valuable 
chemicals. Microorganisms are the main players of the latter conversion. Therefore, the devel-
opment of a suitable strain for the particular process is needed. As a model yeast, S. cerevisiae 
has been a focus of metabolic engineering studies for the bio-based production of chemicals. 
1,4-Diacids (succinic, fumaric and malic), itaconic acid, 3-hydroxypropionic acid and lactic 
acid are organic acids listed among the high-potential targets for industrial biotechnology 
[10]. Representative examples for the production of these bulk chemicals by metabolically 
engineered S. cerevisiae are summarized in Table 1.
Succinic acid is used in a wide range of industries from food to agriculture. Also, it has been 
considered as a generic intermediate for the bio-based polymers and can be a substitute of 
petroleum-derived maleic anhydride, which has a huge market [11]. Therefore, an increas-
ing demand of succinic acid is expected in the future. Currently, it is mainly produced by 
chemical syntheses, which are based on petrochemical precursors. Biotechnological routes 
are pursued to achieve a sustainable production of succinic acid. Anaerobiospirillum succinici-
producens and Actinobacillus succinogenes are natural succinic acid producers. However, these 
organisms are prokaryotes that favour neutral pH for growth and require neutralization and 
a cost-additive product recovery process. In addition, there is a lack of suitable genetic tools 
for these organisms [12]. Although S. cerevisiae is not a natural producer of succinic acid as 
an end product, there have been efforts to metabolically engineer S. cerevisiae, since it has 
favourable properties such as the ability to operate at low pH values [13]. In general, the 
tricarboxylic acid (TCA) cycle and glyoxylate shunt are the focus of these studies. In order 
to redirect oxidative TCA pathway, elimination of succinate and isocitrate dehydrogenases 
has been proposed as a strategy. A yeast strain with disturbed TCA cycle due to deletions of 
SDH1, SDH2, IDH1, IDP1, produced succinic acid at a yield of 0.11 mol/mol glucose in shake 
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flask cultures [14]. A computational pathway prediction algorithm has been utilized to iden-
tify multiple gene deletion targets to redirect carbon fluxes towards succinic acid [15]. Three 
deletion targets, SDH3, SER3 and SER33, were identified to couple succinic acid production 
to biomass formation. This strategy was based on the elimination of succinic acid consump-
tion by the deletion of SDH3 encoding cytochrome b subunit of succinate dehydrogenase. The 
serine biosynthesis was also disrupted by the deletions of SER3 and SER33, which are para-
logs encoding 3-phosphoglycerate dehydrogenase. Therefore, serine and glycine production 
were linked to succinic acid production via glyoxylate pathway. However, the engineered 
strain required glycine to be supplemented in the medium. Further, two successive labora-
tory evolution experiments for glycine prototrophy and faster growth were performed with 
this strain. Finally, overexpression of isocitrate lyase, Icl1p, in the evolved strain, resulted 
Bulk chemical produced Representative studies and their strain improvement strategy [reference no]
Succinic acid Disturbance of the citric acid cycle by deleting SDH1, SDH2, IDH1, IDP1 [14]
Disabled serine synthesis from glycolysis through a triple deletion of SDH1, SER3 and 
SER33 [15]
Enhanced succinic acid export via heterologous expression of MAE1 from 
Schizosaccharomyces pombe in Saccharomyces cerevisiae SDH1- and SDH2-disrupted strains 
[16]
Itaconic acid Overexpression of CAD with a synthetic hybrid promoter and enhancement of flux 
towards the citric acid cycle by the sequential deletion of the ADE3, BNA2 and TES1 
genes [19]
3-Hydroxypropionic acid Reconstruction of malonyl-CoA to 3-HP pathway via expression of MCR from 
Sulfolobus tokodaii and HPDH from Metallosphaera sedula and increased precursor and 
cofactor availability [23]
Reconstruction of β-alanine to 3-HP pathway via coexpression of BAPAT from Bacillus 
cereus and HPDH from Escherichia coli and redirection of flux towards β-alanine by 
overexpressing PAND from Tribolium castaneum [24]
Reconstruction of malonyl-CoA to 3-HP pathway via coexpression of MCR from 
Chloroflexus aurantiacus and an inhibition-deficient ACC1 and optimization of acetyl-
CoA supply by overexpressing native PDC1, ALD6, and ACS from Salmonella enterica 
[25]
Adaptive laboratory evolution for improved tolerance to 3-HP at pH 3.5 [45]
Lactic acid Expression of genome-integrated L-LDH from bovine under PDC1 promoter and 
inactivation of PDC1 [28]
Expression of genome-integrated D-LDH from Leuconostoc mesenteroides subsp. 
mesenteroides under PDC1 promoter and inactivation of PDC1 [29]
Deletion of PDC1 and expression of multiple copies of L-LDH from bovine [30]
Inhibition of L-LDH consumption by deletion of DLD1 and JEN1, elimination of ethanol 
and glycerol production by deleting PDC1, ADH1, GPD1 and GPD2, and improvement 
of lactic acid tolerance by adaptive evolution and overexpression of HAA1 [31]
Overexpression of HXT1 and HXT7 hexose transporters [32]
Repression of ethanol production by deleting PDC1 and ADH1 and enhanced acetyl-
CoA supply by the introduction of the genes encoding acetylating acetaldehyde 
dehydrogenase enzyme from Escherichia coli [33]
Enhancement of lactic acid transport by expressing JEN1 and ADY1 [34]
Expression of ESBP6, a novel target isolated by screening a multi-copy yeast genomic 
DNA library [35]
Table 1. Bulk chemical production by metabolically engineered S. cerevisiae.
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in a succinic acid yield of 0.07 mol/mol glucose under aerobic conditions without glycine 
addition. Metabolic profiling analysis of a succinic acid-producing recombinant S. cerevisiae 
hinted a metabolic engineering strategy involving expression of a malic acid transporter from 
Schizosaccharomyces pombe (MAE1) to export succinic acid out of cells [16].
Itaconic acid has currently application in the manufacture of pharmaceuticals, adhesives 
and resins. In addition, its polymerized form (polyitaconic acid) has potentials as a replace-
ment of acrylic acid in the development of superabsorbents [17], and can be used in contact 
lenses, detergents and cleaners [18]. Aspergillus terreus is the present organism of choice for 
the industrial fermentation of itaconic acid. However, the process bears some constraints due 
to inherent characteristics of A. terreus, such as inhibition in the media and sensitivity to shear 
stress [19]. Kanamasa et al. isolated cis-aconitic acid decarboxylase (CAD), which is the key 
enzyme in the conversion of cis-aconitate to itaconic acid in A. terreus, and its heterologous 
expression in S. cerevisiae showed the possibility of itaconic acid production in yeast [20]. 
Blazeck et al. utilized a synthetic hybrid promoter carrying an enhancer and a core promoter 
module to optimize CAD expression in S. cerevisiae [19, 21]. A genome-wide metabolic model 
of the yeast was used to identify gene deletion targets to further increase the itaconic acid 
titer. Three sequential rounds of genome scan in silico highlighted three deletion targets; cyto-
plasmic trifunctional C1-tetrahydrofolate (THF) synthase, a putative tryptophan 2,3-dioxy-
genase or indoleamine 2,3-dioxygenase and a peroxisomal acyl-CoA thioesterase, encoded 
by ADE3, BNA2 and TES1, respectively. The deletions rewired metabolic flux towards TCA 
cycle and enhanced itaconic acid titer (168 mg/L). However, further efforts are necessary to 
redirect carbon flux towards itaconic acid production in the yeast to approach titers obtained 
in Aspergillus species (>80 g/L).
3-Hydroxypropionic acid (3-HP) is another important platform chemical which can be pro-
duced from either sugars or glycerol and can be converted to 1,3-propanediol, acrylic acid, 
malonic acid, and acrylamide. 3-HP derivatives have a variety of applications in super absor-
bent polymers, surface coatings, adhesives and paints [11]. Although there are biological 
pathways to 3-HP via either glycerol, lactate, malonyl-CoA or β-alanine intermediates, no 
organism is known to produce it as an end product [22]. The pathways based on malonyl-CoA 
and β-alanine have been constructed in S. cerevisiae [23, 24]. Chen et al. evaluated different 
malonyl-CoA reductases. Malonyl-CoA reductase (MCR
Ca
) from Chloroflexus aurantiacus was 
expressed in the yeast for the conversion of malonyl-CoA to 3-HP in a two-step reduction 
reaction. Further, carbon flux was redirected towards 3-HP through increasing the levels of 
malonyl-CoA and its immediate precursor, acetyl-CoA. For this purpose, native ADH2 (alco-
hol dehydrogenase) and ALD6 (NADP-dependent aldehyde dehydrogenase), and synthetic 
acsL641P
SE
 (acetylation-insensitive acetyl-CoA synthetase from Salmonella enterica) were over-
expressed to increase the level of acetyl-CoA. The cellular concentration of malonyl-CoA was 
increased by over-expression of ACC1 (acetyl-CoA carboxylase), which is the sole enzyme in 
the conversion of acetyl-CoA to malonyl-CoA. Finally, 3-HP was produced at a titer of 463 
mg/L when the production was coupled with enhanced supply of electron donor of MCR
Ca
 
(NADPH) by heterologous expression of GAPNp (a non-phosphorylating glyceraldehyde-
3-phosphate dehydrogenase from Streptococcus mutans) [23]. In another study, a significant 
improvement of 3-HP production was achieved when multiple copies of MCR were integrated 
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into the yeast genome and a modified ACCp with phosphorylation deficiency was expressed. 
Finally, engineering of the redox metabolism of this strain produced 3-HP at a titer of 9.8 g/L 
in a glucose-limited, fed-batch system [25]. Borodina et al. utilized genome-scale modelling 
to compare the two biosynthetic routes in terms of maximum theoretical yields and identified 
β-alanine pathway as a more favourable route. They implemented the biosynthesis of 3-HP 
from glucose via β-alanine through coexpression of β-alanine-pyruvate aminotransferase 
from Bacillus cereus and 3-hydroxypropanoate dehydrogenase from Escherichia coli. Further, 
carbon-flux was redirected towards β-alanine by the supply of L-aspartate, the immediate 
precursor of β-alanine. The final strain yielded 3-HP at a titer of 13.7 g/L in glucose-limited 
fed-batch cultivation. In a similar fashion, production of 3-HP via both malonyl-CoA and 
β-alanine pathway was reported in a xylose-utilizing S. cerevisiae [24].
Lactic acid is a well-known fermentation product which is already widely used in food, cos-
metics and pharmaceutical industries. Lactic acid derived from biomass is also valued as a 
monomer in the development of bioplastics [26]. Lactic acid bacteria, especially, Lactobacillus 
species, are often employed in lactic acid production. For large-scale lactic acid production, 
fermenting microorganisms with high acid tolerance, simple nutritional requirements and 
capability of growth at high cell density are pursued [27]. To this end, S. cerevisiae was engi-
neered for lactic acid production by integrating lactate dehydrogenase (LDH) gene into its 
genome [28, 29]. Reduction in ethanol and glycerol production is desirable to direct metabo-
lite fluxes to lactic acid production. Therefore, deletions of PDH encoding pyruvate dehy-
drogenase, ADH encoding alcohol dehydrogenase and GPD1 encoding glycerol-3-phosphate 
dehydrogenase were reported to improve lactic acid production in LDH-expressing yeast 
strains [30, 31]. Another approach was the improvement of cell growth either by an increased 
glucose uptake via overexpression of hexose transporters (HXT1 and HXT7) or an enhanced 
acetyl-CoA supply through implementing an acetyl-CoA synthesis pathway from E. coli in 
lactic acid-producing S. cerevisiae [32, 33]. In addition, elimination of NADH-consuming 
reactions through deletions of NDE1 and NDE2 encoding mitochondrial external NADH 
dehydrogenases was shown to improve lactic acid production due to increased cofactor avail-
ability. The yeast strains that expressed JEN1 and ADY2 encoding monocarboxylate perme-
ases constitutively had improved lactic acid production due to higher efflux of lactic acid [34]. 
Recently, screening of a multi-copy genomic DNA library revealed a novel protein (ESBP6) 
involved in lactic acid adaptation response, although having a low similarity to monocar-
boxylate permeases [35]. Lactic acid accumulation under low pH conditions has detrimental 
effects on yeast cells. Therefore, tolerance to weak acids is another target to achieve high levels 
of organic acids like lactic acid. A recombinant LDH-expressing yeast strain was subjected to 
adaptive laboratory evolution in the presence of gradually increased D-lactic acid levels. A 
lactate over-producing strain was obtained with additional copies of LDH and HAA1, encod-
ing a transcription activator involved in lactic acid stress, and a titer of 112 g/L was achieved 
in fed-batch cultivation [31].
Product toxicity is a major obstacle for achieving high titers of the target chemicals such as 
organic acids, aromatic substances and antibiotics [36]. There is limited knowledge about the 
molecular basis of the product toxicity and tolerance to enable a rational prediction of genetic 
changes [37]. David et al. developed, for the first time, a hierarchical dynamic pathway control 
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system involving a two-stage fermentation concept and the use of a metabolic sensor in 
S. cerevisiae [38]. The growth and production phases were decoupled to allow sufficient bio-
mass formation before accumulation of the product beyond toxic levels. In addition, they 
designed a metabolite sensor based on prokaryotic fapR-fapO system to regulate expression 
of pathway enzymes in relation to availability of metabolite pools during the production 
phase. Efficiency of this concept was demonstrated in 3-HP production, which was increased 
by 10-fold in titers. A more common, alternative approach used against product toxicity or 
toxic/inhibitory compounds is evolutionary engineering. It is particularly useful for obtaining 
genetically complex microbial phenotypes such as tolerance to inhibitors/toxic compounds or 
various stress types [39]. Successful results were obtained by our research group, regarding 
evolutionary engineering of multi-stress resistant [40], cobalt-resistant [41, 42], nickel-resis-
tant [43], and ethanol-tolerant [44] S. cerevisiae. Another example for the use of evolutionary 
engineering against product toxicity involves adaptive evolution for lactic acid tolerance in 
S. cerevisiae [31]. Similarly, Kildegaard et al. isolated S. cerevisiae strains with resistance to 
3-HP through laboratory evolution. Genome sequencing of the evolved strains and subse-
quent functional analyses identified a relevant mutation in SFA1 gene (S-(hydroxymethyl) 
glutathione dehydrogenase) related to 3-HP tolerance [45].
3. Production of fine chemicals
Plant secondary metabolites hold the potential to be used as pharmaceuticals, cosmetic and 
food ingredients. However, the yield of these molecules when extracted from natural produc-
ers is not in sufficient amounts to meet industrial demands. In addition, chemical synthesis 
of these complex structures often requires multiple reaction steps and is not a commercially 
attractive route due to low product yields [46]. Currently, advances in metabolic engineer-
ing allowed commercial-scale microbial production of a number of fine chemicals [47–49]. 
Besides, there is an ongoing academic interest for reconstitution of biosynthetic pathways of 
several natural products, including complex pathways, in S. cerevisiae. Discovery of gene clus-
ters involved in the biosynthesis of secondary metabolites have enhanced progress in micro-
bial production of these molecules [50]. Computational studies have also been conducted to 
optimize heterologous production in a variety of industrial host microorganisms including 
S. cerevisiae, which involved application of flux balance analysis on genome-scale models for 
different hosts to identify the optimum host for production [51].
3.1. Flavours
Compounds belonging to isoprenoid and phenolics type of secondary metabolites are valued 
as natural fragrances and flavours. Flavour compounds can be produced from sugars (de novo 
synthesis) or from specific precursors (bioconversion) by using microorganisms.
Vanillin, a phenolic aldehyde, is one of the first flavour compounds produced in microbial 
hosts at commercial-scale. Current state of the microbial production of vanillin based on vari-
ous precursors and the available production hosts have been recently reviewed by Gallage 
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and Møller [52]. De novo biosynthesis of vanillin from glucose in S. cerevisiae has also been 
reported [53]. A multi-step conversion of a shikimate pathway intermediate (3-dehydroshi-
kimate) to vanillin has been achieved through heterologous expression of four genes from 
Podospora pauciseta, Nocardia iowensis, Corynebacterium glutamicum and Homo sapiens. Once the 
vanillin biosynthesis was established, genome-scale metabolic modelling was used to identify 
gene deletion targets to improve vanillin production in S. cerevisiae. PDC1 and GDH1 dele-
tions resulted in a five-fold increase in production (500 mg/L) [47].
p-Coumaric acid, a hydroxyl derivative of cinnamic acid, is a commercially attractive end-
product and a platform compound for flavonoids, polyphenols and polyketides, as well. 
Rodriguez et al. achieved high titers (2 g/L) of p-coumaric acid as the end-product in S. cere-
visiae, through optimization of native aromatic amino acid biosynthesis [54]. The competing 
pathways were eliminated while enhancing production pathways by the expression of feed-
back resistant enzymes in combination with gene deletions and overexpression of analogue 
enzymes from E. coli.
β-Ionone is an apocarotenoid that is naturally present in raspberries. In S. cerevisiae, de novo 
synthesis of β-ionone was reported [55]. Beekwilder et al. constructed a β-carotene synthe-
sis pathway via farnesyl diphosphate (FPP) intermediate through polycistronic expression 
of genes from Xanthophyllomyces dendrorhous. The pathway was further extended, for the first 
time, to produce β-ionone by the expression of a carotenoid-cleavage dioxygenase (CCD1) 
from raspberry.
2-Phenyl ethanol (2-PE) is another economically attractive flavour compound with a rose-like 
scent. Ehrlich pathway is involved in the bioconversion of phenylalanine to 2-phenyl ethanol 
within S. cerevisiae. Elimination of allosteric feedback regulation on the aromatic amino acid 
biosynthesis resulted in an increase of up to 200-fold in the production of aromatic com-
pounds, including 2-PE. Romagnoli et al. constructed a deletion library of non-essential genes 
in S. cerevisiae by Synthetic Genetic Array (SGA) technology and identified that ARO8 encod-
ing an aromatic amino acid transaminase is a target to improve phenylethanol production 
from glucose [56]. Recently, Shen et al. identified AAT2 encoding a cytosolic aspartate amino-
transferase as another deletion target [57]. Deletion of these two genes in combination with 
the overexpression of Ehrlich pathway enzymes resulted in a significant improvement in 2-PE 
production from glucose, at a titer of 96 mg/L.
3.2. Pharmaceuticals
Another major area of metabolic engineering research is the production of clinically impor-
tant compounds. In this section, examples will be given for the production of a variety of such 
compounds by metabolically engineered yeast. Representative examples for the production 
of pharmaceuticals by metabolically engineered S. cerevisiae are summarized in Table 2.
Glutathione, a naturally occurring tripeptide, is an important compound used in health and 
cosmetic industries. It is produced by using S. cerevisiae at commercial-scale. There has been 
a remarkable progress in glutathione production by metabolic engineering studies over 
the last few decades. Improved levels of glutathione production were achieved by YAP1  
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Pharmaceutical 
produced
Representative studies and their strain improvement strategy [reference no]
Glutathione Overexpression of YAP1 [58]
Manipulation of the sulphate assimilation pathway by overexpressing MET14 and MET16 
[59]
Improved oxidized glutathione production by overexpression of GSH1, GSH2, and ERV1 
and the deletion of GLR1 [60]
Adaptive laboratory evolution in the presence of increasing levels of acrolein and screening 
for enhanced glutathione production [61]
Whole-genome engineering via genome shuffling and screening for enhanced glutathione 
production [62]
Artemisinin/artemisinic 
acid
Reconstruction of the complete biosynthetic pathway of artemisinic acid, including the 
three-step oxidation of amorphadiene to artemisinic acid by expression of CYP71AV1, 
CPR1, CYB5, ADH1 and ALDH1 from Artemisia annua [48]
Taxol/taxadiene Expression of a truncated version of the endogenous tHMG1 and GGPPS from Taxus 
chinensis or Sulfolobus acidocaldarius together with TDC1 from T. chinensis [66]
Prediction of the efficiency of different GGPPS enzymes via computer aided protein 
modelling [67]
Forskolin Expression of a promiscuous cytochrome P450 from Salvia pomifera [68]
Polyketides Heterologous expression of 6-MSA synthase gene from Penicillium patulum together with 
PPTases from either Bacillus subtilis or Aspergillus nidulans [69]
Construction of polyketide precursor pathways by expressing prpE from Salmonella 
typhimurium and PCC pathway from Streptomyces coelicolor [70]
Enhanced cofactor supply by expressing 2-PS from Gerbera hybrida [71]
Resveratrol Reconstruction of a de novo pathway by expressing TAL from Herpetosiphon aurantiacus, 
4-CL1 from Arabidopsis thaliana and VST1 from Vitis vinifera [49]
Expression of 4CL1 from A. thaliana and STS from Arachis hypogaea [73]
Expression of PAL from Rhodosporidium toruloides, C4H and 4-CL1 from A. thaliana, and STS 
from A. hypogaea [74]
Expression of 4-coumaroyl-coenzyme A ligase (4CL1) from A. thaliana and stilbene 
synthase (STS) from V. vinifera [75]
Overexpression of the resveratrol biosynthesis pathway, enhancement of P450 activity, 
increasing the precursor supply for resveratrol synthesis via phenylalanine pathway [76]
Dihydrochalcones Expression of the heterologous pathway genes in a TSC13-overexpressing S. cerevisiae 
strain [78]
Alkaloids Expression of 14 monoterpene indole alkaloid pathway genes from Catharanthus roseus and 
enhanced secondary metabolism to produce strictosidine de novo [79]
Construction of the complete de novo biosynthetic pathway to norcoclaurine by expressing 
a mammalian TyrH enzyme and DODC from Pseudomonas putida, along with four genes 
required for biosynthesis of its electron carrier cosubstrate [80]
Expression of AdoMet-dependent methyltransferase enzymes (6-OMT, CNMT and 
4’-OMT) from plant and human origin to produce reticuline from norlaudanosoline [81]
Reconstruction of berberine biosynthetic pathway from reticuline by expressing seven 
relevant heterologous genes [82]
Reconstruction of a 10-gene biosynthetic pathway from plant to produce sanguinarine 
from norlaudanosoline [83]
Expression of 16 heterologous plant enzymes to produce noscapine from canadine [84]
Reconstruction of a seven-gene pathway for the production of codeine and morphine from 
(R)-reticuline [85]
Reconstruction of a de novo biosynthetic pathway for thebaine by expression of 21 genes 
from plants, mammals, bacteria and the yeast [86]
Table 2. Production of pharmaceuticals by metabolically engineered S. cerevisiae.
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overexpression [58], metabolic engineering of the yeast sulphate assimilation pathway and 
glutathione biosynthetic pathway [59], overexpression of a novel glutathione export ABC 
protein (Adp1p, Gxa1p) and the engineered thiol redox metabolism [60]. Also, the inverse 
metabolic engineering approach was used to increase glutathione production in S. cerevisiae 
[61, 62]. In an evolutionary engineering study, acrolein, a toxic α,β-unsaturated aldehyde, 
was used as a selection agent. Two rounds of adaptive evolution in the presence of increasing 
levels of acrolein resulted in evolved strains with acrolein tolerance and up-to 3.3-fold higher 
glutathione accumulation in comparison to the parental strain [61]. Genome shuffling has 
also been applied to obtain yeast strains with increased glutathione content. Two rounds of 
recursive protoplast fusion were performed with the improved strains initially obtained from 
ultraviolet irradiation and chemical mutagenesis. The strain with highest glutathione content 
showed 9.9-fold transcriptional up-regulation of glutathione synthetase gene (GSH-I) [62].
Terpene derivatives are economically viable molecules that are used in the synthesis of drugs 
such as the antimalarial agent artemisinin, and the anticancer agent taxol [63]. Several ter-
penoids have been produced in S. cerevisiae by reconstitution of the relevant biosynthetic 
pathways. As part of efforts to establish a solid source of artemisinin, S. cerevisiae was meta-
bolically engineered to produce artemisinic acid, which is an artemisinin precursor [48]. As 
the microbially produced artemisinic acid was converted to artemisinin by synthetic chemis-
try methods, that study was reported as a good example for combining biological production 
by metabolic engineering with production by synthetic chemistry [64]. Paddon et al. have, for 
the first time, designed a S. cerevisiae strain with the complete biosynthetic pathway of arte-
misinic acid, involving overexpression of the mevalonate pathway enzymes, and achieved 
commercial-scale titers (25 g/L) [48].
The well-known diterpenoid taxol is an anti-cancer agent [63, 65]. As a first step towards 
taxol production, S. cerevisiae was metabolically engineered for taxadiene biosynthesis [66]. 
For this purpose, heterologous genes encoding enzymes from the early steps of the taxoid 
biosynthesis pathway, isoprenoid pathway, were introduced, along with a regulatory factor 
to inhibit competing pathways. The results were promising enough for taxol production in 
recombinant microorganisms [66]. By using protein modelling and substrate docking, dif-
ferent geranylgeranyl diphosphate synthases were screened and expressed in a recombinant 
taxadiene-producing yeast. The yeast strains were compared in terms of their metabolism 
using metabolomics approach to identify an efficient host for taxadiene production [67].
Forskolin is a labdene diterpene with potentials to be used in the treatment of blood pressure, 
in weight-loss supplements and in the protection against congestive heart failure. Ignea et 
al. constructed a yeast platform to produce 11β-hydroxy-manoyl oxide, forskolin precursor. 
Although the forskolin biosynthetic pathway has not been completely discovered yet, a pro-
miscuous cytochrome P450 from Salvia pomifera was identified as a replacement to achieve 
the synthesis of the forskolin precursor. This study can provide a basis for the biosynthesis of 
various tricyclic (8,13)-epoxy-labdanes [68].
Polyketides are also a major group of natural products with a wide range of applications as 
antibiotics, immunosuppressors, cholesterol lowering agents and other drugs [69]. S. cerevisiae 
is known as a suitable production host for simple polyketides. An earlier study demonstrated 
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the production of a simple polyketide, 6-methylsalicylic acid, by heterologous expression of 
6-methylsalicylic acid synthase in S. cerevisiae [69]. However, the major challenge in the syn-
thesis of complex polyketides was the lack of polyketide precursor pathways in S. cerevisiae. 
To overcome this, a relevant pathway was introduced into S. cerevisiae to produce a precur-
sor for complex polyketides, methylmalonyl-coenzyme A (CoA). This engineered yeast strain 
had the capability of the production of a triketide lactone, when supplemented with propyl-
diketide thioester [70]. Since polyketides are derived from acetyl-CoA and malonyl-CoA pre-
cursors, an increase in the acetyl-CoA and the cofactor (NADPH) in a yeast strain expressing 
2-pyrone synthase (2-PS) from Gerbera hybrida led to 6.4-fold higher triacetic acid lactone pro-
duction, compared to the reference strain [71].
The strategy of engineered precursor pools has also been applied in the production of res-
veratrol. Resveratrol is a polyketide derivative with potent antioxidant properties and it has 
been recently brought to market as a bio-product [72]. Earlier reports on the production of 
resveratrol were based on bioconversion of aromatic precursors such as p-coumaric acid and 
tyrosine by engineered S. cerevisiae strains [73, 74]. The highest resveratrol titer achieved by 
using this approach was obtained by an engineered industrial Brazilian S. cerevisiae strain, at 
a titer of 391 mg/L resveratrol on complex medium supplemented with p-coumaric acid [75]. 
Recently, in order to produce resveratrol from cheaper carbon sources, de novo biosynthesis 
of resveratrol via tyrosine intermediate in S. cerevisiae has been established by constructing 
an engineered pathway, involving tyrosine ammonia-lyase from Herpetosiphon aurantiacus, 
4-coumaryl-CoA ligase from Arabidopsis thaliana and resveratrol synthase from Vitis vinifera 
[49]. To direct flux towards tyrosine, feedback-insensitive ARO4 encoding 3-deoxy-D-ara-
bino-heptulosonate-7-phosphate synthase and ARO7 encoding a chorismate mutase were 
overexpressed. To increase the precursor malonyl-CoA, an inactivation-sensitive acetyl-CoA 
carboxylase was overexpressed. Resveratrol production was further improved by integration 
of multiple copies of pathway genes, and finally, a titer of 415.65 and 531.41 mg/L resveratrol 
was obtained in a fed-batch cultivation with glucose or ethanol as the carbon source, respec-
tively [76]. Koopman et al. also focused on deregulation of feedback mechanism of aromatic 
amino acid biosynthesis for de novo production of naringenin, which is an important platform 
molecule for the production of flavonoids [77].
Dihydrochalcones (DHCs) such as nothofagin, phlorizin and naringin dihydrochalcone are 
another group of polyketide derivatives with commercial value as antioxidants, antidiabet-
ics or sweeteners. Recently, de novo synthesis of DHCs via phloretin intermediate has been 
reported in S. cerevisiae [78]. First, phloretin biosynthesis was achieved with the aid of a side 
activity of an endogenous double-bond reductase, in combination with heterologous pathway 
enzymes. To eliminate by-product formation, a chalcone synthase with high substrate speci-
ficity was expressed from Hordeum vulgare. Commencing with phloretin, several DHC deriva-
tives with antioxidant, antidiabetic and sweetener properties have been obtained through an 
extension pathway involving methylation or glycosylation by previously known enzymes.
Recently, there have also been many reports on the reconstitution of biosynthetic pathways 
of alkaloids in yeast. Alkaloids are nitrogen-containing complex molecules with potent bio-
logical activity. Currently, there are around 50 alkaloid-based drugs, including the anticancer 
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drug vincristine, the antitussive agent noscapine and the analgesic codeine. Strictosidine was 
the first reported plant-derived alkaloid produced de novo in S. cerevisiae [79]. Strictosidine is 
a common intermediate of a list of alkaloids derived from tryptophan in plants, including the 
antimalarial quinine and anticancer agent vincristine [79]. Brown et al. reconstituted its bio-
synthetic pathway in S. cerevisiae. To enable strictosidine production in yeast, 14 genes from 
Catharanthus roseus were expressed [79]. The flux through the pathway was further improved 
by integration of additional copies of the relevant endogenous genes and three gene deletions 
that eliminated competing pathways. S. cerevisiae has also been engineered for the production 
of (S)-reticuline, which is a key branch point intermediate in the biosynthesis of a variety of 
alkaloids, including well-known opioids such as morphine and thebaine [80]. Bioconversion 
of a commercial substrate norlaudanosoline to reticuline was reported in an engineered yeast 
strain expressing three different AdoMet-dependent methyltransferase enzymes (6-OMT, 
CNMT and 4’-OMT) from plant and human origin [81]. Trenchard et al. constructed a route 
to reticuline which enabled de novo synthesis of this molecule via norcoclaurine intermediate, 
the actual intermediate in plants. The pathway comprised of a modified yeast amino acid 
biosynthesis pathway, in combination with a heterologous pathway involving seven relevant 
enzymes [80]. In other studies, S. cerevisiae strains were engineered to produce berberine, dihy-
drosanguinarine and noscapine from norlaudanosoline via reticuline intermediate, through a 
7-, 10- and 14-step pathway involving heterologous expression of plant enzymes, respectively 
[82–84]. Also, the production of codeine and morphine from (R)-reticuline was reported by 
reconstitution of a seven-gene pathway in S. cerevisiae [85]. These studies provided a basis 
towards designing yeast cell factories for de novo production of reticuline-derived molecules. 
Recently, a complete pathway of biosynthesis of opioid thebaine from sugar has been estab-
lished in S. cerevisiae [86]. This work involved a combination of enzyme discovery, protein 
engineering of a key cytochrome P450 and pathway optimization. The thebaine-producing 
yeast strains required expression of 21 heterologous genes from plants, mammals, bacteria 
and yeast. The pathway was also extended through expression of two additional genes from 
bacteria and plant to produce hydrocodone, a widely prescribed opioid drug.
4. Summary and outlook
For fine chemicals such as amino acids, vitamins, flavours, nutraceuticals, organic acids and 
fragrances, profit margins are usually not high and could be affected by substrate availabil-
ity and cost. However, metabolic engineering enabled improvements in production of both 
pharmaceuticals and fine chemicals which will allow economic and large-scale production of 
many valuable compounds in near future.
It is obvious that S. cerevisiae will continue to be an important host for future metabolic 
engineering applications. There will be more comprehensive future studies on the produc-
tion of chemicals by metabolic engineering of S. cerevisiae. These metabolic engineering 
strategies will most likely involve combinations of rational and inverse metabolic engineer-
ing approaches by adaptive evolution of recombinant S. cerevisiae with engineered meta-
bolic pathways for various substrate utilization. Additionally, more studies on adaptive 
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evolution and molecular characterization of tolerance to toxic end-products are expected 
in the future. Similarly, metabolic pathway engineering of S. cerevisiae will allow efficient 
production of more clinically important compounds and fine chemicals. It can be predicted 
that the advances in systems biology and bioinformatics will make a significant contribu-
tion to yeast metabolic engineering.
Acknowledgements
We thank Arman Akşit for technical assistance. Our research presented in this review was 
supported by the Scientific and Technological Research Council of Turkey (TUBITAK) (project 
nos: 105T314 and 107T284, PI: ZPÇ), TUBITAK-COST (project no: 109T638, PI: ZPÇ, COST 
Action no: CM0902), Federation of European Microbiological Societies (FEMS) Research 
Fellowship (2009-2 to BTY), Turkish State Planning Organization (DPT) and Istanbul Technical 
University Research Funds (project nos: 30108, 33237, 34200; PI: ZPÇ). BH is financially sup-
ported by the Faculty Member Training Programme (ÖYP) of the Council of Higher Education 
(YÖK), Turkey. We also would like to thank former graduate students Urartu Ö.Ş. Şeker, 
Ceren Alkım, Tuğba Sezgin, Ülkü Yılmaz, Gökhan Küçükgöze and Berrak Gülçin Balaban, as 
well as our colleagues and collaborators Uwe Sauer, Jean Marie François, Laurent Benbadis, 
Süleyman Akman, Bülent Balta, Candan Tamerler and Mehmet Sarıkaya for their scientific 
contribution in our research presented in this review.
Author details
Burcu Turanlı-Yıldız1,2,†, Burcu Hacısalihoğlu1,2,† and Z. Petek Çakar1,2*
*Address all correspondence to: cakarp@itu.edu.tr
1 Department of Molecular Biology and Genetics, Faculty of Science and Letters, Istanbul 
Technical University, Maslak, Istanbul, Turkey
2 Istanbul Technical University, Dr. Orhan Öcalgiray Molecular Biology, Biotechnology and 
Genetics Research Center (ITU-MOBGAM), Maslak, Istanbul, Turkey
† These authors have equal contribution to this work
References
[1] Bailey JE. Toward a science of metabolic engineering. Science. 1991;252:1668-1675
[2] Cakar ZP, Turanli-Yildiz B, Alkim C, Yilmaz U. Evolutionary engineering of Saccha-
romyces cerevisiae for improved industrially important properties. FEMS Yeast Research. 
2012;12:171-182
Advances in Metabolic Engineering of Saccharomyces cerevisiae for the Production...
http://dx.doi.org/10.5772/intechopen.70327
79
[3] Bailey JE, Sburlati A, Hatzimanikatis V, Lee K, Renner WA, Tsai PS. Inverse metabolic engi-
neering: A strategy for directed genetic engineering of useful phenotypes. Biotechnology 
and Bioengineering. 1996;52:109-121
[4] Bro C, Nielsen J. Impact of “ome” analyses on inverse metabolic engineering. Metabolic 
Engineering. 2004;6:204-211
[5] Winkler JD, Kao KC. Recent advances in the evolutionary engineering of industrial bio-
catalysts. Genomics. 2014;104:406-411
[6] Chubukov V, Mukhopadhyay A, Petzold CJ, Keasling JD, Martín HC. Synthetic and sys-
tems biology for microbial production of commodity chemicals. NPJ Systems Biology 
and Applications. 2016;2:16009
[7] Biddy MJ, Scarlata C, Kinchin C. Chemicals from Biomass: A Market Assessment of 
Bioproducts with Near-Term Potential. No. NREL/TP-5100-65509. Golden, CO: National 
Renewable Energy Laboratory (NREL); 2016
[8] Adkins J, Pugh S, McKenna R, Nielsen DR. Engineering microbial chemical factories to 
produce renewable “biomonomers.” Frontiers in Microbiology. 2012;3:1-12
[9] Cherubini F. The biorefinery concept : Using biomass instead of oil for producing energy 
and chemicals. Energy Conversation and Management. 2010;51:1412-1421
[10] Bozell JJ, Peterson GR. Technology development for the production of biobased prod-
ucts from biorefinery carbohydrates — the US Department of Energy’s “Top 10” revis-
ited. Green Chemistry. 2010;12:539-554
[11] Patel M, Crank M, Dornburg V, Hermann B, Roes L, Husing B, Overbeek L, Terragni 
F, Recchia E. Medium and long-term opportunities and risks of the biotechnologi-
cal production of bulk chemicals from renewable resources: The Potential of White 
Biotechnology. Utrecht, Netherlands: The BREW Project; 2006
[12] Beauprez JJ, De Mey M, Soetaert WK. Microbial succinic acid production : Natural ver-
sus metabolic engineered producers. Process Biochemistry. 2010;45:1103-1114
[13] Ahn JH, Jang Y, Lee SY. Production of succinic acid by metabolically engineered micro-
organisms. Current Opinion in Biotechnology. 2016;42:54-66
[14] Raab AM, Gebhardt G, Bolotina N, Weuster-Botz D, Lang C. Metabolic engineering of 
Saccharomyces cerevisiae for the biotechnological production of succinic acid. Metabolic 
Engineering. 2010;12:518-525
[15] Agren R, Otero JM, Nielsen J. Genome-scale modeling enables metabolic engineering of 
Saccharomyces cerevisiae for succinic acid production. Journal of Industrial Microbiology 
and Biotechnology. 2013;40:735-747
[16] Ito Y, Hirasawa T, Shimizu H. Metabolic engineering of Saccharomyces cerevisiae to 
improve succinic acid production based on metabolic profiling. Bioscience Biotechnology 
and Biochemistry. 2014;78:151-159
Old Yeasts - New Questions80
[17] Shi D, Gao Y, Sun L, Chen M. Superabsorbent poly(acrylamide co itaconic acid) hydro-
gel microspheres : Preparation, characterization and absorbency. Polymer Science Series 
A. 2014;56:275-282
[18] Willke T, Vorlop K-D. Biotechnological production of itaconic acid. Applied Microbiology 
and Biotechnology. 2001;56:289-295
[19] Blazeck J, Miller J, Pan A, Gengler J, Holden C, Jamoussi M, Alper HS. Metabolic engi-
neering of Saccharomyces cerevisiae for itaconic acid production. Applied Microbiology 
and Biotechnology. 2014;98:8155-8164
[20] Kanamasa S, Dwiarti L, Okabe M, Park EY. Cloning and functional characterization of 
the cis-aconitic acid decarboxylase (CAD) gene from Aspergillus terreus. Applied Micro-
biology and Biotechnology. 2008;80:223-229
[21] Blazeck J, Garg R, Reed B, et al. Controlling promoter strength and regulation in 
Saccharomyces cerevisiae using synthetic hybrid promoters. Biotechnology and Bioen-
gineering. 2012;109:2884-2895
[22] Jiang X, Meng X, Xian M. Biosynthetic pathways for 3-hydroxypropionic acid produc-
tion. Applied Microbiology and Biotechnology. 2009;82:995-1003
[23] Chen Y, Bao J, Kim I, Siewers V, Nielsen J. Coupled incremental precursor and co-fac-
tor supply improves 3-hydroxypropionic acid production in Saccharomyces cerevisiae. 
Metabolic Engineering. 2014;22:104-109
[24] Borodina I, Kildegaard KR, Jensen NB, Blicher TH, Maury J, Sherstyk S, Schneider K, 
Lamosa P, Herrgård MJ, Rosenstand I, Öberg F, Forster J, Nielsen J. Establishing a syn-
thetic pathway for high-level production of 3-hydroxypropionic acid in Saccharomyces 
cerevisiae via β-alanine. Metabolic Engineering. 2015;27:57-64
[25] Kildegaard KR, Jensen NB, Schneider K, Czarnotta E, Özdemir E, Klein T, Maury J, 
Ebert BE, Christensen HB, Chen Y, Kim IK, Herrgård MJ, Blank LM, Forster J, Nielsen 
J, Borodina I. Engineering and systems-level analysis of Saccharomyces cerevisiae for pro-
duction of 3-hydroxypropionic acid via malonyl-CoA reductase-dependent pathway. 
Microbial Cell Factories. 2016;15:53
[26] Lunt J. Large-scale production, properties and commercial applications of polylactic 
acid polymers. Polymer Degradation and Stability. 1998;59:145-152
[27] Eiteman MA, Ramalingam S. Microbial production of lactic acid. Biotechnology Letters. 
2015;37:955-972
[28] Ishida N, Saitoh S, Tokuhiro K, Nagamori E, Matsuyama T, Kitamoto K, Takahashi H. 
Efficient production of L-lactic acid by metabolically engineered Saccharomyces cerevisiae 
with a genome-integrated L-lactate dehydrogenase gene. Applied and Environmental 
Microbiology. 2005;71:1964-1970
[29] Ishida N, Suzuki T, Tokuhiro K, et al. D-Lactic acid production by metabolically engi-
neered Saccharomyces cerevisiae. Journal of Bioscience and Bioengineering. 2006;101: 
172-177
Advances in Metabolic Engineering of Saccharomyces cerevisiae for the Production...
http://dx.doi.org/10.5772/intechopen.70327
81
[30] Ishida N, Saitoh S, Ohnishi T, Tokuhiro K, Nagamori E, Kitamoto K, Takahashi H. 
Metabolic engineering of Saccharomyces cerevisiae for efficient production of pure L-(+)-
lactic acid. In: McMillan JD, Adney WS, Mielenz JR, Klasson KT, editors. Twenty-Seventh 
Symposium on Biotechnology for Fuels and Chemicals. Totowa, New Jersey: Humana 
Press; 2006. pp. 795-807
[31] Baek S, Kwon EY, Kim YH, Hahn J. Metabolic engineering and adaptive evolution for 
efficient production of D-lactic acid in Saccharomyces cerevisiae. Applied Microbiology 
and Biotechnology. 2016;100:2737-2748
[32] Rossi G, Sauer M, Porro D, Branduardi P. Effect of HXT1 and HXT7 hexose transporter 
overexpression on wild-type and lactic acid producing Saccharomyces cerevisiae cells. 
Microbial Cell Factories. 2010;9:15
[33] Song J, Park J, Kang CD, Cho H, Yang D, Lee S, Myung K. Introduction of a bacterial 
acetyl-CoA synthesis pathway improves lactic acid production in Saccharomyces cerevi-
siae. Metabolic Engineering. 2015;35:38-45
[34] Pacheco A, Sa-Pessoa J, Bessa D, Goncalves MJ, Paiva S, Casal M, Queiros O. Lactic acid 
production in Saccharomyces cerevisiae is modulated by expression of the monocarboxyl-
ate transporters Jen1 and Ady2. FEMS Yeast Research. 2012;12:375-381
[35] Sugiyama M, Akase S, Nakanishi R, Kaneko Y, Harashima S. Overexpression of ESBP6 
improves lactic acid resistance and production in Saccharomyces cerevisiae. Journal of 
Bioscience and Bioengineering. 2016;122:415-420
[36] Skyta B. Techniques in Applied Microbiology. Prague: Elsevier; 1995. p. 122
[37] Dragosits M, Mattanovich D. Adaptive laboratory evolution—Principles and applica-
tions for biotechnology. Microbial Cell Factories. 2013;12:64
[38] David F, Nielsen J, Siewers V. Flux control at the malonyl-CoA node through hierar-
chical dynamic pathway regulation in Saccharomyces cerevisiae. ACS Synthetic Biology. 
2016;5:224-233
[39] Alkım C, Turanlı-Yıldız B, Çakar ZP. Evolutionary engineering of yeast. In: Mapelli V, 
editor. Yeast Metabolic Engineering: Methods and Protocols. New York: Springer; 2014. 
pp. 169-183
[40] Cakar ZP, Seker UOS, Tamerler C, Sonderegger M, Sauer U. Evolutionary engineering 
of multiple-stress resistant Saccharomyces cerevisiae. FEMS Yeast Research. 2005;5:569-578
[41] Cakar ZP, Alkim C, Turanli B, Tokman N, Akman S, Sarikaya M, Tamerler C, Benbadis 
L, François JM. Isolation of cobalt hyper-resistant mutants of Saccharomyces cerevisiae by 
in vivo evolutionary engineering approach. Journal of Biotechnology. 2009;143:130-138
[42] Alkim C, Benbadis L, Yilmaz U, Cakar ZP, Francois JM. Mechanisms other than activa-
tion of the iron regulon account for the hyper-resistance to cobalt of a Saccharomyces 
cerevisiae strain obtained by evolutionary engineering. Metallomics. 2013;5:1043-1060
Old Yeasts - New Questions82
[43] Küçükgöze G, Alkım C, Yılmaz Ü, Kısakesen Hİ, Gündüz S, Akman S, Çakar ZP. 
Evolutionary engineering and transcriptomic analysis of nickel-resistant Saccharomyces 
cerevisiae. FEMS Yeast Research. 2013;13:731-734
[44] Turanlı-Yıldız B, Benbadis L, Alkım C, Sezgin T, Akşit A, Gökçe A, Öztürk Y, Baykal 
AT, Çakar ZP, François JM. In vivo evolutionary engineering for ethanol-tolerance of 
Saccharomyces cerevisiae haploid cells triggers diploidization. Journal of Bioscience and 
Bioengineering. 2017;124: DOI: 10.1016/j.jbiosc.2017.04.012
[45] Kildegaard KR, Hallström BM, Blicher TH, Sonnenschein N, Jensen NB, Sherstyk S, 
Harrison SJ, Maury J, Herrgård MJ, Juncker AS, Forster J, Nielsen J, Borodina I. Evolution 
reveals a glutathione-dependent mechanism of 3-hydroxypropionic acid tolerance. 
Metabolic Engineering. 2014;26:57-66
[46] Siddiqui MS, Thodey K, Trenchard I, Smolke CD. Advancing secondary metabolite bio-
synthesis in yeast with synthetic biology tools. FEMS Yeast Research. 2012;12:144-170
[47] Brochado AR, Matos C, Møller BL, Hansen J, Mortensen UH, Patil KR. Improved vanillin 
production in baker’s yeast through in silico design. Microbial Cell Factories. 2010;9:84
[48] Paddon CJ, Westfall PJ, Pitera DJ, Benjamin K, Fisher K, McPhee D, et al. High-level semi-
synthetic production of the potent antimalarial artemisinin. Nature. 2013;496:528-532
[49] Li M, Kildegaard KR, Chen Y, Rodriguez A, Borodina I, Nielsen J. De novo production 
of resveratrol from glucose or ethanol by engineered Saccharomyces cerevisiae. Metabolic 
Engineering. 2015;32:1-11
[50] Billingsley JM, DeNicola AB, Tang Y. Technology development for natural product bio-
synthesis in Saccharomyces cerevisiae. Current Opinion in Biotechnology. 2016;42:74-83
[51] Boghigian BA, Lee K, Pfeifer BA. Computational analysis of phenotypic space in het-
erologous polyketide biosynthesis-applications to Escherichia coli, Bacillus subtilis, and 
Saccharomyces cerevisiae. Journal of Theoretical Biology. 2010;262:197-207
[52] Gallage NJ, Møller BL. Vanillin—Bioconversion and bioengineering of the most popular 
plant flavor and its de novo biosynthesis in the vanilla orchid. Molecular Plant. 2015; 
8:40-57
[53] Hansen EH, Møller BL, Kock GR, Bu CM, Kristensen C, Jensen OR, Okkels FT, 
Olsen CE, Motawia MS, Hansen J. De novo biosynthesis of vanillin in fission yeast 
(Schizosaccharomyces pombe) and baker’s yeast (Saccharomyces cerevisiae). Applied and 
Environmental Microbiology. 2009;75:2765-2774
[54] Rodriguez A, Kildegaard KR, Li M, Borodina I, Nielsen J. Establishment of a yeast plat-
form strain for production of p-coumaric acid through metabolic engineering of aro-
matic amino acid biosynthesis. Metabolic Engineering. 2015;31:181-188
[55] Beekwilder J, van Rossum HM, Koopman F, Sonntag F, Buchhaupt M, Schrader J, Hall 
RD, Bosch D, Pronk JT, van Maris AJA, Daran J. Polycistronic expression of a β-carotene 
Advances in Metabolic Engineering of Saccharomyces cerevisiae for the Production...
http://dx.doi.org/10.5772/intechopen.70327
83
biosynthetic pathway in Saccharomyces cerevisiae coupled to β-ionone production. Journal 
of Biotechnology. 2014;192:383-392
[56] Romagnoli G, Knijnenburg TA, Liti G, Louis EJ, Pronk JT, Daran J. Deletion of the 
Saccharomyces cerevisiae ARO8 gene, encoding an aromatic amino acid transaminase, 
enhances phenylethanol production from glucose. Yeast. 2015;32:29-45
[57] Shen L, Nishimura Y, Matsuda F, Ishii J, Kondo A. Overexpressing enzymes of the 
Ehrlich pathway and deleting genes of the competing pathway in Saccharomyces cerevi-
siae for increasing 2-phenylethanol production from glucose. Journal of Bioscience and 
Bioengineering. 2016;122:34-39
[58] Orumets K, Kevvai K, Nisamedtinov I, Tamm T, Paalme T. YAP1 over-expression in 
Saccharomyces cerevisiae enhances glutathione accumulation at its biosynthesis and sub-
strate availability levels. Biotechnology Journal. 2012;7:566-568
[59] Hara KY, Kiriyama K, Inagaki A. Improvement of glutathione production by meta-
bolic engineering the sulfate assimilation pathway of Saccharomyces cerevisiae. Applied 
Microbiology and Biotechnology. 2012;94:1313-1319
[60] Hara KY, Aoki N, Kobayashi J, Kiriyama K. Improvement of oxidized glutathione fer-
mentation by thiol redox metabolism engineering in Saccharomyces cerevisiae. Applied 
Microbiology and Biotechnology. 2015;99:9771-9778
[61] Anett P, Steiger MG, Caterina H, Lang C, Mattanovich D, Sauer M. Enhanced gluta-
thione production by evolutionary engineering of Saccharomyces cerevisiae strains. 
Biotechnology Journal. 2015;10:1719-1726
[62] Yin H, Ma Y, Deng Y, Xu Z, Liu J, Zhao J, Dong J. Genome shuffling of Saccharomyces 
cerevisiae for enhanced glutathione yield and relative gene expression analysis using flu-
orescent quantitation reverse transcription polymerase chain reaction. Journal of Micro-
biological Methods. 2016;127:188-192
[63] Ye VM, Bhatia SK. Metabolic engineering for the production of clinically important mol-
ecules: Omega-3 fatty acids, artemisinin, and taxol. Biotechnology Journal. 2012;7:20-33
[64] Keasling JD. Manufacturing molecules through metabolic engineering. Science. 2010;330: 
1355-1358
[65] Pscheidt B, Glieder A. Yeast cell factories for fine chemical and API production. Microbial 
Cell Factories. 2008;7:25
[66] Engels B, Dahm P, Jennewein S. Metabolic engineering of taxadiene biosynthesis in 
yeast as a first step towards Taxol (Paclitaxel) production. Metabolic Engineering. 2008; 
10:201-206
[67] Ding MZ, Yan HF, Li LF, Zhai F, Shang LQ, Yin Z, Yuan YJ. Biosynthesis of taxadiene in 
Saccharomyces cerevisiae: Selection of geranylgeranyl diphosphate synthase directed by a 
computer-aided docking strategy. PLoS One. 2014;9:10 e109348
Old Yeasts - New Questions84
[68] Ignea C, Ioannou E, Georgantea P, Trikka FA, Athanasakoglou A, Loupassaki S, Roussis V, 
Makris AM, Kampranis SC. Production of the forskolin precursor 11 β-hydroxy-manoyl 
oxide in yeast using surrogate enzymatic activities. Microbial Cell Factories. 2016;15:46
[69] Wattanachaisaereekul S, Lantz AE, Nielsen ML, Andresson OS, Nielsen J. Optimization 
of heterologous production of the polyketide 6-MSA in Saccharomyces cerevisiae. Bio-
technology and Bioengineering. 2007;97:893-900
[70] Mutka SC, Bondi SM, Carney JR, Da Silva NA, Kealey JT. Metabolic pathway engineering 
for complex polyketide biosynthesis in Saccharomyces cerevisiae. FEMS Yeast Research. 
2006;6:40-47
[71] Cardenas J, Da NA. Engineering cofactor and transport mechanisms in Saccharomyces 
cerevisiae for enhanced acetyl-CoA and polyketide biosynthesis. Metabolic Engineering. 
2016;36:80-89
[72] Pretorius IS. Synthetic genome engineering forging new frontiers for wine yeast. Critical 
Reviews in Biotechnology. 2017;37:112-136
[73] Shin SY, Han NS, Park YC, Kim MD, Seo JH. Production of resveratrol from p-coumaric 
acid in recombinant Saccharomyces cerevisiae expressing 4-coumarate: Coenzyme A ligase 
and stilbene synthase genes. Enzyme and Microbial Technology. 2011;48:48-53
[74] Shin SY, Jung SM, Kim MD, Han NS, Seo JH. Production of resveratrol from tyrosine in 
metabolically engineered Saccharomyces cerevisiae. Enzyme and Microbial Technology. 
2012;51:211-216
[75] Sydor T, Schaffer S, Boles E. Considerable increase in resveratrol production by recom-
binant industrial yeast strains with use of rich medium. Applied and Environmental 
Microbiology. 2010;76:3361-3363
[76] Li M, Schneider K, Kristensen M, Borodina I, Nielsen J. Engineering yeast for high-level 
production of stilbenoid antioxidants. Scientific Reports. 2016;6:1-8
[77] Koopman F, Beekwilder J, Crimi B, van Houwelingen A, Hall RD, Bosch D, van Maris 
AJA, Pronk JT, Daran J-M. De novo production of the flavonoid naringenin in engineered 
Saccharomyces cerevisiae. Microbial Cell Factories. 2012;11:155
[78] Eichenberger M, Joanna B, Folly C, Fischer D, Martens S, Simón E, Naesby M. Metabolic 
engineering of Saccharomyces cerevisiae for de novo production of dihydrochalcones with 
known antioxidant, antidiabetic, and sweet tasting properties. Metabolic Engineering. 2017; 
39:80-89
[79] Brown S, Clastre M, Courdavault V, Connor SEO. De novo production of the plant-
derived alkaloid strictosidine in yeast. Proceedings of the National Academy of Sciences. 
2015;112:3205-3210
[80] Trenchard IJ, Siddiqui MS, Thodey K, Smolke CD. De novo production of the key 
branch point benzylisoquinoline alkaloid reticuline in yeast. Metabolic Engineering. 
2015;31:74-83
Advances in Metabolic Engineering of Saccharomyces cerevisiae for the Production...
http://dx.doi.org/10.5772/intechopen.70327
85
[81] Hawkins KM, Smolke CD. Production of benzylisoquinoline alkaloids in Saccharomyces 
cerevisiae. Nature Chemical Biology. 2008;4:564-573
[82] Galanie S, Smolke CD. Optimization of yeast-based production of medicinal protober-
berine alkaloids. Microbial Cell Factories. 2015;14:144
[83] Fossati E, Ekins A, Narcross L, Zhu Y, Falgueyret J, Beaudoin GAW, Facchini PJ, Martin 
VJJ. Reconstitution of a 10-gene pathway for synthesis of the plant alkaloid dihydrosan-
guinarine in Saccharomyces cerevisiae. Nature Communications. 2014;5:1-11
[84] Li Y, Smolke CD. Engineering biosynthesis of the anticancer alkaloid noscapine in yeast. 
Nature Communications. 2016;7:1-14
[85] Fossati E, Narcross L, Ekins A, Falgueyret J, Vincent J. Synthesis of morphinan alkaloids 
in Saccharomyces cerevisiae. PLoS One. 2015;10:1-15
[86] Galanie S, Thodey K, Trenchard IJ, Filsinger Interrante M, Smolke CD. Complete biosyn-
thesis of opioids in yeast. Science. 2015;349:1095-1100
Old Yeasts - New Questions86
